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SEQUENCE LISTING 



<110> Nagy, Zoltan 

B runne r, Christ oph 

Tesar, Michael 
Thomassen-Wolf , Elisabeth 
Rauchenberger , Robert 

<120> HUMAN POLYPEPTIDES CAUSING OR LEADING TO THE KILLING 
OF CELLS INCLUDING LYMPHOID TUMOR CELLS 

<130> GPCG-POl-003 

<140> 10/001934 
<141> 2001-11-15 

<150> PCT/USOl/15625 
<151> 2001-05-14 

<150> EP 00 11 0065.0 
<151> 2000-05-12 

<150> US 60/238,762 
<151> 2000-10-06 

<160> 62 

<170> Patentin version 3.2 



<210> 1 

<211> 10 

<212> PRT 

<213> Artificial Sequence 

<220> 

<221> VARIANT 

<222> (1) . . (4) 

<223> Xaa represents any amino acid residue 

<220> 

<221> VARIANT 

<222> (7) . . (7) 

<223> Xaa represents any amino acid residue 
<220> 

<221> VARIANT 

<222> (10) . . (10) 

<223> Xaa represents any amino acid residue 
<220> 

<223> sequence for VHconCDR3 



<400> 1 

Xaa Xaa Xaa Xaa Arg Gly Xaa Phe Asp Xaa 
15 10 
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<210> 2 

<211> 8 

<212> PRT 

<213> Artificial Sequence 
<220> 

<221> VARIANT 

<222> (5) . . (8) 

<223> Xaa represents any amino acid residue 
<220> 

<223> sequence for VLconCDR3 

<400> 2 

Gin Ser Tyr Asp Xaa Xaa Xaa Xaa 
1 5 



<210> 3 
<211> 10 
<212> PRT 

<213> artificial sequence 

<220> 

<223> sequence for MS-GPC8-VH-CDR3 , MS-GPC8-1-VH-CDR3 , MS-GPC8-6-VH-CDR3 , 
MS-GPC8-9-VH-CDR3 ,MS-GPC8-10-VH-CDR3 ,MS-GPC8-17-VH-CDR3 , MS-GPC8 - 18 -VH-CDR3 , 
MS-GPC8-27-VH-CDR3 , MS-GPC8 - 6 - 2 - VH-CDR3 , MS-GPC8- 6- 13 -VH-CDR3 , 
MS-GPC8-6-19-VH-CDR3 

<220> 

<223> sequence for MS-GPC8-6-27-VH-CDR3 , MS-GPC8 - 6 - 45- VH-CDR3 , 
MS-GPC8-10-57-VH-CDR3 , 

MS-GPC8-27-7-VH-CDR3 , MS-GPC8 -27 - 10 - VH-CDR3 , MS-GPC8 - 27 - 41-VH-CDR3 , 
MS-GPC8-6'47-VH-CDR3 

<400> 3 

Ser Pro Arg Tyr Arg Gly Ala Phe Asp Tyr 
15 10 



<210> 4 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8 - 10 -VL-CDR3 , MS-GPC8- 10-57 -VL-CDR3 

<400> 4 

Gin Ser Tyr Asp Leu lie Arg His 
1 5 



<210> 5 

<211> 8 

<212> PRT 

<213> artificial sequence 
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<223> sequence for MS-GPC8-27-VL-CDR3 , MS-GPC8-27-7-VL-CDR3 , 
MS-GPC8-27-10-VL-CDR3,MS-GPC8-27-41-VL-CDR3 

<400> 5 

Gin Ser Tyr Asp Met Asn Val His 
1 5 



<210> 6 

<211> 13 

<212> PRT 

<213> artificial sequence 

<220> 

<221> VARIANT 

<222> (4) . . (5) 

<223> Xaa represents any amino acid residue 

<220> 

<221> VARIANT 

<222> (9) . . (9) 

<223> Xaa represents any amino acid residue 

<220> 

<221> VARIANT 

<222> (13) . . (13) 

<223> Xaa represents any amino acid residue 
<220> 

<223> sequence for VLconCDRl 

<400> 6 

Ser Gly Ser Xaa Xaa Asn lie Gly Xaa Asn Tyr Val Xaa 
15 10 



<210> 7 

<211> 13 

<212> PRT 

<213> artificial sequence 

<220> 

<223> sequence for MS-GPC-8-10-57-VL-CDR1, MS-GPC- 8 - 27 - 41- VL-CDRl 
<400> 7 

Ser Gly Ser Glu Ser Asn lie Gly Asn Asn Tyr Val Gin 
15 10 



<210> 8 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for Streptaq 



<400> 



8 



4/33 

Trp Ser His Pro Gin Phe Glu Lys 
1 5 

<210> 9 

<211> 4 

<212> PRT 

<213> artificial sequence 
<220> 

<223> FLAG peptide 

<400> 9 

Asp Tyr Lys Asp 

1 



<210> 10 

<211> 17 

<212> DNA 

<213> artificial sequence 
<:220> 

<:223> sequence for PrimerCRTS 

<400> 10 

gtggtggttc cgatatc 17 



<210> 


11 


<211> 


44 


<212> 


DNA 


<213> 


artificial sequence 


<220> 




<223> 


sequence for PrimerCRTS 


<400> 


11 



agcgtcacac tcggtgcggc tttcggctgg ccaagaacgg gtta 44 



<210> 12 

<211> 13 
<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPCl-VL-CDRl, MS-GPC8-VL-CDR1, MS-GPCIO-VL-CDRI , 

MS-GPC8-l-VL-CDRl,MS-GPC8-6-VL-CDRl,MS-GPC8-9-VL-CDRl,MS-GPC8-10-VL-CDRl, 

MS-GPC8-17-VL-CDRl,MS-GPC8-18-VL-CDRl,MS-GPC8-27-VL-CDRl, 

<400> 12 

Ser Gly Ser Ser Ser Asn lie Gly Ser Asn Tyr Val Ser 
15 10 



<210> 13 

<211> 13 

<212> PRT 

<213> artificial 



sequence 
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^220> 

^223> sequence for MS-GPC8-6-2 -VL-CDRl 
^400> 13 

Ser Gly Ser Glu Ser Asn lie Gly Ser Asn Tyr Val His 
1 5 10 



<210> 14 

^211> 13 

^212> PRT 

^213> artificial sequence 
-£220> 

^223> sequence for MS-GPC8- 6- 19 -VL-CDRl 

^400> 14 

ser Gly Ser Glu Ser Asn lie Gly Ser Asn Tyr Val Ala 
1 5 10 



^210> 15 

<211> 13 
^212> PRT 

<213> artificial sequence 
<:220> 

<:223> sequence for MS-GPC8- 6- 27- VL-CDRl 
<;400> 15 

ser Gly Ser Asp Ser Asn He Gly Ala Asn Tyr Val Thr 
15 10 



<210> 16 
<211> 13 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-6-45-VL-CDR1 

<400> 16 

Ser Gly Ser Glu Pro Asn He Gly Ser Asn Tyr Val Phe 
15 10 



<210> 17 
<211> 13 
<212> PRT 

<:213> artificial sequence 
<220> 

<223> sequence for MS-GPC8 -27- 7 -VL-CDRl 
<400> 17 

ser Gly Ser Glu Ser Asn He Gly Asn Asn Tyr Val Gly 
15 10 
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<210> 18 
<211> 13 
<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-27-10-VL-CDR1 
<400> 18 

Ser Gly Ser Glu Ser Asn lie Gly Ala Asn Tyr Val Asn 
15 10 



<210> 19 
<211> 10 
<212> PRT 

<213> artificial sequence 

<220> 

<223> sequence for MS-GPC1-VH-CDR3 
<400> 19 

Gin Tyr Gly His Arg Gly Gly Phe Asp His 
15 10 



<210> 20 

<211> 9 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC6-VH-CDR3 

<400> 20 

Gly Tyr Gly Arg Tyr Ser Pro Asp Leu 
1 5 



<210> 21 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC6-VL-CDR3 

<400> 21 

Gin Gin Tyr Ser Asn Leu Pro Phe 
1 5 



<210> 22 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-VL-CDR3 
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<400> 22 

Gin Ser Tyr Asp Met Pro Gin Ala 
1 5 



<210> 23 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPCIO-VL-CDRS 

<400> 23 

Gin Ser Tyr Asp Leu Thr Met Gly 
1 5 



<210> 24 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-1-VL-CDR3 

<400> 24 

Gin Ser Tyr Asp Phe Ser His Tyr 
1 5 



<210> 25 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8- 9-VL-CDR3 

<400> 25 

Gin Ser Tyr Asp lie Gin Leu His 
1 5 



<210> 26 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-17-VL-CDR3 

<400> 26 

Gin Ser Tyr Asp Phe Ser Val Tyr 
1 5 



<210> 27 
<211> 8 
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<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8- 18-VL-CDR3 

<400> 27 

Gin Ser Tyr Asp Phe Ser He Tyr 
1 5 



<210> 28 
<211> 109 
<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8 - 1- VL 
<400> 28 

Asp He Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
15 10 15 

Arg Val Thr He Ser Cys Ser Gly Ser Ser Ser Asn He Gly Ser Asn 

20 25 30 

Tyr Val Ser Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

He Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala He Thr Gly Leu Gin 
65 70 75 80 

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Phe Ser His 

85 90 95 

Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 

100 105 



<210> 


29 


<211> 


13 


<212> 


PRT 


<213> 


artificial sequence 


<220> 




<223> 


sequence for MS-GPC8 


<400> 


29 


Ser Gly Ser Glu Ser Asn He 


1 


5 



10 



<210> 30 

<211> 13 

<212> PRT 

<213> artificial 



sequence 
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<220> 

<223> sequence for MS-GPC8-6-4 7-VL-CDR1 
<400> 30 

Ser Gly Ser Glu Ser Asn lie Gly Ser Asn Tyr Val Ser 
15 10 



<210> 31 

<211> 109 

<212> PRT 

<213> artificial sequence 
<22Q> 

<223> sequence for MS-GPC8-9-VL 



<400> 31 

Asp lie Val Leu 

1 

Arg Val Thr He 

20 

Tyr Val Ser Trp 
35 

He Tyr Asp Asn 
50 

Gly Ser Lys Ser 
65 

Ser Glu Asp Glu 

His Val Phe Gly 

100 



Thr Gin Pro Pro 
5 

Ser Cys Ser Gly 



Tyr Gin Gin Leu 

40 

Asn Gin Arg Pro 
55 

Gly Thr Ser Ala 
70 

Ala Asp Tyr Tyr 
85 

Gly Gly Thr Lys 



Ser Val Ser Gly 
10 

Ser Ser Ser Asn 
25 

Pro Gly Thr Ala 



Ser Gly Val Pro 

60 

Ser Leu Ala He 
75 

Cys Gin Ser Tyr 
90 

Leu Thr Val Leu 
105 



Ala Pro Gly Gin 
15 

He Gly Ser Asn 
30 

Pro Lys Leu Leu 
45 

Asp Arg Phe Ser 



Thr Gly Leu Gin 

80 

Asp He Gin Leu 
95 

Gly 



<210> 32 

<211> 109 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-18-VL 



<400> 32 

Asp He Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
15 10 15 



Arg Val Thr He Ser Cys Ser Gly 

20 

Tyr Val Ser Trp Tyr Gin Gin Leu 
35 40 

He Tyr Asp Asn Asn Gin Arg Pro 
50 55 



Ser Ser Ser Asn He Gly Ser Asn 
25 30 

Pro Gly Thr Ala Pro Lys Leu Leu 

45 

Ser Gly Val Pro Asp Arg Phe Ser 

60 



10/33 



Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala 
65 70 75 

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser 

85 90 

Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val 

100 105 

<210> 33 
<211> 3548 
<212> DNA 

<213> artificial sequence 
<220> 

<223> sequence for pM0RPH13__scFv 

<400> 33 



agagcatgcg 


taggagaaaa 


taaaatgaaa 


caaagcacta 


ttgcactggc 


actcttaccg 


60 


ttgctcttca 


cccctgttac 


caaagccgac 


tacaaagatg 


aagtgcaatt 


ggttcagtct 


120 


ggcgcggaag 


tgaaaaaacc 


gggcagcagc 


gtgaaagtga 


gctgcaaagc 


ctccggaggc 


180 


acttttagca 


gctatgcgat 


tagctgggtg 


cgccaagccc 


ctgggcaggg 


tctcgagtgg 


240 


atgggcggca 


ttattccgat 


ttttggcacg 


gcgaactacg 


cgcagaagtt 


tcagggccgg 


300 


gtgaccatta 


ccgcggatga 


aagcaccagc 


accgcgtata 


tggaactgag 


cagcctgcgt 


360 


agcgaagata 


cggccgtgta 


ttattgcgcg 


cgttattatg 


atcgtatgta 


taatatggat 


420 


tattggggcc 


aaggcaccct 


ggtgacggtt 


agctcagcgg 


gtggcggttc 


tggcggcggt 


480 


gggagcggtg 


gcggtggttc 


tggcggtggt 


ggttccgata 


tcgaactgac 


ccagccgcct 


540 


tcagtgagcg 


ttgcaccagg 


tcagaccgcg 


cgtatctcgt 


gtagcggcga 


tgcgctgggc 


600 


gataaatacg 


cgagctggta 


ccagcagaaa 


cccgggcagg 


cgccagttct 


ggtgatttat 


660 


gatgattctg 


accgtccctc 


aggcatcccg 


gaacgcttta 


gcggatccaa 


cagcggcaac 


720 


accgcgaccc 


tgaccattag 


cggcactcag 


gcggaagacg 


aagcggatta 


ttattgccag 


780 


agctatgacg 


ctcatatgcg 


tcctgtgttt 


ggcggcggca 


cgaagttaac 


cgttcttggc 


840 


caggaattcg 


agcagaagct 


gatctctgag 


gaggatctga 


actagggtgg 


tggctctggt 


900 


tccggtgatt 


ttgattatga 


aaagatggca 


aacgctaata 


agggggctat 


gaccgaaaat 


960 


gccgatgaaa 


acgcgctaca 


gtctgacgct 


aaaggcaaac 


ttgattctgt 


cgctactgat 


1020 


tacggtgctg 


ctatcgatgg 


tttcattggt 


gacgtttccg 


gccttgctaa 


tggtaatggt 


1080 


gctactggtg 


attttgctgg 


ctctaattcc 


caaatggctc 


aagtcggtga 


cggtgataat 


1140 


tcacctttaa 


tgaataattt 


ccgtcaatat 


ttaccttccc 


tccctcaatc 


ggttgaatgt 


1200 



lie Thr Gly Leu Gin 

80 

Tyr Asp Phe Ser lie 

95 

Leu Gly 
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CQCCCttttor 


tctttcrcrccrc 


tcrcftaaacca 


tatcraat 1 1 1 


ctattcrat ta 

w \^ w w w w ^3 


tcracaaaata 


1260 

JL M W W 


aacttattcc 


qtQcrtqtCtt 


tgcgtttctt 


ttatatcitta 


ccacctttat 


Cf tatcrtattt 
3 ** ** 3 w 


1320 


tctacQtttcr 


ctaacatact 


QCQtaataacr 


cracrtcttaat 


aacrcttaacc 


t CTtoaaot CTa 


1380 


aaaataaccrc 


acrat tcrtQCor 


acatttt ttt 


tatc tQcccrt 

w ^ w W \^ ^ W 


t taataaaat 


tcrtaaaccrtt 


144 0 


aatattttcrt 


taaaattccTc 


Qttaaatttt 


tCTt taaatca 


crctcat 1 1 1 1 

w w w w w w 


taaccaatao" 


1500 

JU V/ w 


crcccraaatccr 


Qcaaaatccc 


ttatiaaatca 


aaaqaa tacra 

%AtACA3 w d 




cr 1 1 era crt crt t 


1 S60 


Qt t ccacrtt t 

^ w w ^^23 ^ ^ ^ 


cr cr a a c a. a. Q a. cr 

v% Im^' ^ 


tccactafcta 

W V« W Imp 


^^WM^vA^M ^33 




L. ddct y y y y ct 


X 0 ^ V 


aaaacc0t:ct: 


atcacjaaccra 


tcrcTCCcactia 

^3 v> 


ccracraaccat 


caccctaatc 


aacrt 1 1 1 1 1 ct 

nCL3 W ^ U> ^3 


1680 

X W W V/ 


Qcrqtccracrcrt 


QCCQtaaacrc 


actaaatcgg 


aaccctaaaa 


Qoracrccccccr 

33^3'^^>-'^*-'3 


a 1 1 taQaCTC t 

w s«i ^ ^^3 ^^3 ^ ^ 


174 0 


tQaccrcrcTciaa 


acrcccrcfccraa 


ccrtQcrccfacra 

^3 3 3 3 3 


aacicraacrcrQa 

****33****333** 


aQaaacccraa 


^3 3^3 ^3 3 3^ 


1800 

X U w V 


QCtaCTQQCqC 


tcrcfcaacrtcrt 

3 3 ****** 3 3 


aorcQcrtcaccr 

**3 3 3 3 


ctcrccrccrtaa 


ccaccacacc 


\^ 3 ^ ^ *n ^ 3 ^ ^ ^ 


1860 
^ %j \j \j 


aatcrccrcccfc 


tacacrcraccrc 

^**^^3 3 3^3^ 


crtcrctacrcca 


t crtQaQcaaa 

W ^ W ^ W 




a a crCTCca crcia 


192 0 


acccrtaaaaa 


Qcrcccrccrt tcr 

33 3 3 3 


ctorcfccrt t tt 


t ccataaoct 


CCQCCCCPP t 


CTa cCTaCTca t r* 


1 980 


acaaaaatccr 


accrctcaacrt 


cacracra'tQQc 

^**3**33 ^33'*' 


3 s***^* v» w ™' 3 


aocra.c't a t aa 


a era ta pcacrci 


904 0 


ccrtttccccc 


tcrcraacrcticc 


c tcatacQc t 


ctcctcrttTT' 

Vp^ W V.i' ^ w L«* \^ 


era rTT'toTT'cr 




£1 A. \J Sj 


acctcftcccrc 


ctttctccct 


tccrcrcraacrccr 

^'^333****3'«i'3 


tQOCQCt tt C 
3 3 ^ 3 V* w v» w 


t cat acip t pa 


v«>y uy ucty y u 


2160 


atctcacrttc 


cr Q t cr t a Q Q t c 


crttccTctcca 

^JJ W ^rf* 


acre tQCTQC tcr 


tcrtcrcaccraa 


cccccccrt t c 


2220 


acrtcccracccr 


ctcrccrcc t ta 


t cccrcrtaac t 


at ccrtc ttcra 


crtccaacrT'cr 


CTt a a era ca ccr 
3 i.« a. M 0. ci v»» y 


2 2 8 0 
^ ^ \j \j 


acttatccrcc 


actcrcrcacrca 


cjccac taata 


acacTcrat ta.Q 


caCTacrccraGrcr 

^w-3 w-3*-3«3 3 


tat CTt a CTCTCCT 
uciuy ucxyyv^y 


2 40 
*j J ^ \j 


crtcictacacra 


crttcttaaaa 


tcrcrtcrcrccta 

**33 ^33^^^^ 


actaccra'cta 


cac tacraacra 


acaCTt a 1 1 1 ct 


2400 


crtat ctcrccrc 


t ctcrc totacT 

_3 


ccacrt tacc t 


t CCToraaaaaQ 

^ w 3 tiL A CAb^^ 


a cr 1 1 crci t a crc 


t ct t CTa t CCCT 


24 fiO 


crcaaacaaac 


cacccfctaat 


acrccratCTCTtt 

'^3*— 33 ^33 


tttttattta 


^ CACL^ ^ ^^3 ^^^3 


a 1 1 a CCTCCTca 
n w L«n*ii>3 ^y ^d 


2 520 


QaaaaaaacTcr 


atctcaacraa 


Qatcctttcra 

w X* %^ w w w 


t ct t t t c tac 

W W w W W w 


oooolr c tcrac 

3333 l-^V-yOi^ 


CTctcaCTt CToa 
y ^ '->-»y ^-y y ^ 


2580 


acciaaaac t c 

*^ wfc \^ W 




w w k>« O ^ ^ Vkt 






ctyyy»^ctv»'V..ctci 


2 4 n 

^ 0 rt U 


taactcrcc tt 


aaaaaaatitia 


w %n w w v** w y \^ 


tcTccac t cat 

1«» ^ W W% W W V ^ 






2 7 00 


ttaagcattc 


tgccgacatg 


gaagccatca 


caaacggcat 


gatgaacctg 


aatcgccagc 


2760 


ggcatcagca 


ccttgtcgcc 


ttgcgtataa 


tatttgccca 


tagtgaaaac 


gggggcgaag 


2820 


aagttgtcca 


tattggctac 


gtttaaatca 


aaactggtga 


aactcaccca 


gggattggct 


2880 


gagacgaaaa 


acatattctc 


aataaaccct 


ttagggaaat 


aggccaggtt 


ttcaccgtaa 


2940 


cacgccacat 


cttgcgaata 


tatgtgtaga 


aactgccgga 


aatcgtcgtg 


gtattcactc 


3000 
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cagagcgatg aaaacgtttc agtttgctca tggaaaacgg tgtaacaagg gtgaacacta 3060 

tcccatatca ccagctcacc gtctttcatt gccatacgga actccgggtg agcattcatc 3120 

aggcgggcaa gaatgtgaat aaaggccgga taaaacttgt gcttattttt ctttacggtc 3180 

tttaaaaagg ccgtaatatc cagctgaacg gtctggttat aggtacattg agcaactgac 3240 

tgaaatgcct caaaatgttc tttacgatgc cattgggata tatcaacggt ggtatatcca 3300 

gtgatttttt tctccatttt agcttcctta gctcctgaaa atctcgataa ctcaaaaaat 3360 

acgcccggta gtgatcttat ttcattatgg tgaaagttgg aacctcaccc gacgtctaat 3420 

gtgagttagc tcactcatta ggcaccccag gctttacact ttatgcttcc ggctcgtatg 3480 

ttgtgtggaa ttgtgagcgg ataacaattt cacacaggaa acagctatga ccatgattac 354 0 

gaatttct 3548 

<210> 34 

<211> 4410 

<212> DNA 

<213> artificial sequence 
<220> 

<223> sequence for pMx7_FS_5D2 

<400> 34 



tctagagcat 


gcgtaggaga 


aaataaaatg 


aaacaaagca 


ctattgcact 


ggcactctta 


60 


ccgttgctct 


tcacccctgt 


taccaaagcc 


gactacaaag 


atgaagtgca 


attggtggaa 


120 


agcggcggcg 


gcctggtgca 


accgggcggc 


agcctgcgtc 


tgagctgcgc 


ggcctccgga 


180 


tttaccttta 


gcagctatgc 


gatgagctgg 


gtgcgccaag 


cccctgggaa 


gggtctcgag 


240 


tgggtgagcg 


cgattagcgg 


tagcggcggc 


agcacctatt 


atgcggatag 


cgtgaaaggc 


300 


cgttttacca 


tttcacgtga 


taattcgaaa 


aacaccctgt 


atctgcaaat 


gaacagcctg 


360 


cgtgcggaag 


atacggccgt 


gtattattgc 


gcgcgtgtta 


agaagcattt 


ttctcgtaag 


420 


aattggtttg 


attattgggg 


ccaaggcacc 


ctggtgacgg 


ttagctcagc 


gggtggcggt 


480 


tctggcggcg 


gtgggagcgg 


tggcggtggt 


tctggcggtg 


gtggttccga 


tatcgtgatg 


540 


acccagagcc 


cactgagcct 


gccagtgact 


ccgggcgagc 


ctgcgagcat 


tagctgcaga 


600 


agcagccaaa 


gcctgctgca 


tagcaacggc 


tataactatc 


tggattggta 


ccttcaaaaa 


660 


ccaggtcaaa 


gcccgcagct 


attaatttat 


ctgggcagca 


accgtgccag 


tggggtcccg 


720 


gatcgtttta 


gcggctctgg 


atccggcacc 


gattttaccc 


tgaaaattag 


ccgtgtggaa 


780 


gctgaagacg 


tgggcgtgta 


ttattgccag 


cagcattata 


ccaccccgcc 


gacctttggc 


840 


cagggtacga 


aagttgaaat 


taaacgtacg 


gaattcgact 


ataaagatga 


cgatgacaaa 


900 
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cracQCQCcgt 


ggagccaccc 


gcagtttgaa 


aaatqataaq 


cttqacctqt 


qaaqtoaaaa 


960 

*r W V/ 


atacrcqcaqa 


ttqtqcqaca 


ttttttttgt 


ctqccqttta 


attaaaqqaa 


33333333*-^ 


1020 


aacc tciqqqq 


qqqqtqtaca 


tgaaattgta 


aacgttaata 


ttttqttaaa 


at tcorcCTt ta 


1080 

A w W W 


aatttttqtt 


aaatcagctc 


attttttaac 


caataqqccq 


aaatcqqcaa 


aat ccct tat 


1140 


aaatcaaaaq 


aatagaccga 


gatagggttq 


aqtqttqttC 


caqtttqqaa 


caaqacrtcca 


1200 


ctattaaaga 


acgtggactc 


caacgtcaaa 


qqqcqaaaaa 


ccqtctatca 


qaqccratciac 

333^3^^33'*' 


1260 


ccactacqaq 


aaccatcacc 


ctaatcaaqt 

^ *^3 


tttttqqqqt 


cqaqqtqccq 

^ 3 3 3 3 3 


taaaqcac ta 


1320 


aatcqqaacc 


ctaaagggag 


cccccgattt 


aqaqcttqac 

**3 ^^3 *^ 3 


qqqqaaaqc c 

3 3 3 3 "-^ 3 «»- V* 


crcTCcraacQtQ 

33 3 ^3 ^3 


1380 


accraqaaaqq 


aagggaagaa 


agcqaaagga 


qcqqqcqcta 


qqqcqctQQC 

333333 


aaqtqtaqca 

****3 3 *"'^3 3 


1440 


atcacqctqc 


gcgtaaccac 


cacacccgcc 


qccrcttaatq 


cqcccrctaca 


craQccrccrtac 


1500 
^ ^ \j \j 


taaactaqtq 


tttaaaccgg 


accqqqqqqq 

3333333 


QqcttaaqtQ 

3 3 *****^3 3 


qqctcrcaaaa 


caaaaccTQCc 


1560 


tcctqtcaqq 


aagccgcttt 


tatcqqqtaq 


cctcactqcc 


cqctttccaa 


tCQcrcraaacc 


1620 


tatcgtqcca 


gctgcatcag 


tgaatcqqcc 


aacqcqcqqq 


qaqaqqcqqt 

3'-*3»-*33*-'33 ^ 


ttocqtat ta 


1680 


aaaqccaqqq 

yy^3 ^ *^3 33 


tqqtttttct 


tttcaccagt 


qaqacqqqca 

3 3 333 


acaqctcatt: 


crccct tcacc 


1740 


acctqqccct 


qaqaqaqttq 


caqcaaqcqq 


tccaccrcticra 

X* s^fc x^ «^ 


t tticrccccacr 

«tf «^ «^ X^ X^ X^ X^ S^m 


^*3 3 3 


1800 


tcctqtttqa 


tqqtqqtcaq 

33 *'33 *'^*^3 


cqqcqqqata 


taacatqaqc 


tcrtcctccrcrt; 


atCQt ccrtat 


1860 


cccactaccg 


agatqtccqc 


accaacgcgc 


aqcccqqact 


cqqfcaatqcrc 

^3 3 ^33 


accrcattcrccr 


1920 


cccaqcqcca 


tctqatcqtt 


qqcaaccaqc 


atcqcaqtcrq 


aaaccratcrcc 


ct cat t caCTC 


1980 


atttgcatgg 


tttgttgaaa 


accqqacatq 


qcactccaqt 


CQCC tt CCCCI 


ttcccrctatc 

w w x^ X* *n w w 


2040 


aactgaattt 


gattgcgagt 


gagatattta 


tqccaqccaq 


ccaqacqcaq 


acqcqccoaq 

**^3 3 3 3 


2100 


acagaactta 


atgggccagc 


taacaqcqcq 


atttqctqqt 


qqcccaatqc 


qaccaqatcTC 


2160 


tccacqccca 


qtcqcqtacc 


qtcctcatqq 


Qaqaaaatiaa 


tac tot tcrat 


CTQQtcrt c tcicr 


2220 

Sm^ b U W 


tcaqaqacat 


caagaaataa 


cqccqqaaca 


taqtcrcacrcr 


caoctticcac 

«M w V x^ x^ %^ x^ 


aQcaatacrca 


2280 


tcCtqqtcat 


ccaqcqqata 


qtitaatiaatic 


aocccactaa 

>^ X^ W ^4 Wfc 


CaCQt t QPCTP 

« t*. ^ V« ^ ^ S.» >H \^ 


3 ^y^^-y w. ^ i-y 


&i J ^ V/ 


tacaccqccq 


ctttacaggc 


ttcqacqccq 


cttcqttcta 


ccaticcracac 


Qaccaccrc to 


2400 


gcacccagtt 


gatcggcgcg 


agatttaatc 


gccgcgacaa 


tttgcgacgg 


cgcgtgcagg 


2460 


gccagactgg 


aggtggcaac 


gccaatcagc 


aacgactgtt 


tgcccgccag 


ttgttgtgcc 


2520 


acgcggttag 


gaatgtaatt 


cagctccgcc 


atcgccgctt 


ccactttttc 


ccgcgttttc 


2580 


gcagaaacgt 


ggctggcctg 


gttcaccacg 


cgggaaacgg 


tctgataaga 


gacaccggca 


2640 


tactctgcga 


catcgtataa 


cgttactggt 


ttcacattca 


ccaccctgaa 


ttgactctct 


2700 
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tccggqcgct 


atcatqccat 


accgcqaaaq 


qttttqcqcc 


attcgatgct 


aqccatqtqa 


2760 


gcaaaaggcc 


agcaaaaqgc 


caggaaccqt 


aaaaaggccg 


cqttqctqqc 

■*'3^»*3^"— 33^ 


gtttttccat 


2820 


aqgctccqcc 


cccctgacga 


gcatcacaaa 


aatcgacgct 


caagtcagag 


qtqqcqaaac 


2880 


ccgacaggac 


tataaaqata 


ccaqqcqttt 

w w w «v 


ccccctggaa 


qctccctcqt 


qcqctctcct 


2940 


gttccgaccc 


tgccgcttac 


cqqatacctq 


tccgcctttc 


tcccttCQqcr 


aacrcqtqqccr 


3000 


ctttctcata 


qctcacqctq 


taqqtatctc 


aqttcqqtqt 

^ w w 3 3 3 


aqqtcqtt CQ 


ctccaaqctq 

Hi* Ha* H^ Ha* H** 


3060 


qqctqtgtgc 


acgaaccccc 


cqttcaqccc 


qaccqctqcq 
3 ^ ^ 3 33 


CCttatCCQQ 

H* H* «^ H^ H^ 


taac tat cert 


3120 


cttgagtcca 


acccggtaag 


acacgactta 


tCQCCaCtQQ 


caqcaqccac 


t cr cr t a a c acrcr 


3180 


attagcagag 


cqaqqtatqt 


aqqcqqtqct 


acaqaqttct 


tcraaqtQQtq 

3 3 3 3 3 


qcctaactac 

H^ H^ %^ H^ «^h< Hi^ 


3240 


qgctacacta 


qaaqaacaqt 


atttQQtatc 


tcrccrc tctcfc 


tcrtacrccacrt 


tacc ttccraa 

%M H^ H^ W' %^ H' 


3300 


aaaagagttg 


qtaqctcttq 


atccggcaaa 


caaaccaccQ 


ctcfcrtacrccrcr 
*" 3 3 3 ^33 


tQQttttttt 

H* H* H* H* H* H* 


3360 


gtttgcaagc 


agcagattac 


qcQcaqaaaa 


aaaQqatctc 


aacraacraticc 


tttcratcttt 


3420 


tctaccrgagt 

*^ ^ ^ ^ ^ J 


ctqacqctca 


qtqaaacQaa 


aactcaccrtt 


a a CT CTCT a 1 1 1 1 

%^ \^ w» 


crcrtcacratct 


3480 


aqcaccaqgc 


qtttaaqqqc 


accaataact 


qccttaaaaa 


aattacqccc 

H^ ^^fc H^ Hi* H^ 


CCTCCCtQCCa 

H^ H^ H* H^ H^ H* H^ ^^fr 


3540 


ctcatcgcag 


tactgttgta 


attcattaag 


cattctqccq 


acatqqaaqc 


catcacaaac 

H* H^ H^ H^ H^ 


3600 


ggcatgatga 


acctqaatcq 


ccagcggcat 


caqcaccttq 


tcqccttqCQ 

*"^3 3 3 


tataatatt t 


3660 


gcccatagtg 


aaaacggggg 


cgaagaagtt 


qtccatattq 


qctacQttta 


aatcaaaact 


3720 


qqtqaaactc 


acccaqqqat 


tqqctqaqac 


qaaaaacata 


ttctcaataa 


accctttacTQ 

%^ H* H* H* H^ H^ 


3780 

9 H^ H* 


qaaataqqcc 


aggttttcac 


cqtaacacqc 


cacatcttac 


craatatatcrt 


crtacraaactcr 


3840 

H^ * W 


ccqqaaatcq 


tcqtqqtatt 


cactccaQacr 


ccratcraaaac 


crti ti t cacrt, t ti 


ac t cater craa 


3900 


aacqqtQtaa 


caacrcfQtcraa 

^****333 ^3*'**^ 


cactatccca 


tatcac Caere 


tcaccQt ct t 

w Vi* Vn* W Hi* Vi* *■* 


t cat tcrccat 


3 960 


acqqaactcc 


qqqtqaqcat 


t cat cacrcTCcr 


CTcrcaacraaticr 


ticraataaaQQ 


ccQcrataaaa 


4 020 


cttqtqctta 


tttttcttta 


cqqtctttaa 


aaacracccrtia 


atatccacrct: 

W W H^ H^ H^ W 


oraaccTcrtc tCT 

3^^*ii'33 *>»^'ii'3 


4080 

^fc w w w 


qttataqqta 


cattqaqcaa 


ctcractcraaa 


tcrcctcaaaa 

%^ H^ H^ H' hA 


tattctttac 


era tore cat t a 

H^ H^ 1^ Hi* W 


4140 


ggatatatca 


acggtggtat 


atccagtgat 


ttttttctcc 


attttagctt 


ccttagctcc 


4200 


tgaaaatctc 


gataactcaa 


aaaatacgcc 


cggtagtgat 


cttatttcat 


tatggtgaaa 


4260 


gttggaacct 


cacccgacgt 


ctaatgtgag 


ttagctcact 


cattaggcac 


cccaggcttt 


4320 


acactttatg 


cttccggctc 


gtatgttgtg 


tggaattgtg 


agcggataac 


aatttcacac 


4380 


aggaaacagc 


tatgaccatg 


attacgaatt 








4410 
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<210> 35 

<211> 5020 

<212> DNA 

<213> artificial sequence 
<220> 

<223> sequence for pMx9_Fab_GPC8 

<400> 35 



atcgtgctga 


cccagccgcc 


ttcagtgagt 


ggcgcaccag 


gtcagcgtgt 


gaccatctcg 


60 


tgtagcggca 


gcagcagcaa 


cattggcagc 


aactatgtga 


gctggtacca 


gcagttgccc 


120 


gggacggcgc 


cgaaactgct 


gatttatgat 


aacaaccagc 


gtccctcagg 


cgtgccggat 


180 


cgttttagcg 


gatccaaaag 


cggcaccagc 


gcgagccttg 


cgattacggg 


cctgcaaagc 


240 


gaagacgaag 


cggattatta 


ttgccagagc 


tatgacatgc 


ctcaggctgt 


gtttggcggc 


300 


ggcacgaagt 


ttaaccgttc 


ttggccagcc 


gaaagccgca 


ccgagtgtga 


cgctgtttcc 


360 


gccgagcagc 


gaagaattgc 


aggcgaacaa 


agcgaccctg 


gtgtgcctga 


ttagcgactt 


420 


ttatccggga 


gccgtgacag 


tggcctggaa 


ggcagatagc 


agccccgtca 


aggcgggagt 


480 


ggagaccacc 


acaccctcca 


aacaaagcaa 


caacaagtac 


gcggccagca 


gctatctgag 


540 


cctgacgcct 


gagcagtgga 


agtcccacag 


aagctacagc 


tgccaggtca 


cgcatgaggg 


600 


gagcaccgtg 


gaaaaaaccg 


ttgcgccgac 


tgaggcctga 


taagcatgcg 


taggagaaaa 


660 


taaaatgaaa 


caaagcacta 


ttgcactggc 


actcttaccg 


ttgctcttca 


cccctgttac 


720 


caaagcccag 


gtgcaattga 


aagaaagcgg 


cccggccctg 


gtgaaaccga 


cccaaaccct 


780 


gaccctgacc 


tgtacctttt 


ccggatttag 


cctgtccacg 


tctggcgttg 


gcgtgggctg 


840 


gattcgccag 


ccgcctggga 


aagccctcga 


gtggctggct 


ctgattgatt 


gggatgatga 


900 


taagtattat 


agcaccagcc 


tgaaaacgcg 


tctgaccatt 


agcaaagata 


cttcgaaaaa 


960 


tcaggtggtg 


ctgactatga 


ccaacatgga 


cccggtggat 


acggccacct 


attattgcgc 


1020 


gcgttctcct 


cgttatcgtg 


gtgcttttga 


ttattggggc 


caaggcaccc 


tggtgacggt 


1080 


tagctcagcg 


tcgaccaaag 


gtccaagcgt 


gtttccgctg 


gctccgagca 


gcaaaagcac 


1140 


cagcggcggc 


acggctgccc 


tgggctgcct 


ggttaaagat 


tatttcccgg 


aaccagtcac 


1200 


cgtgagctgg 


aacagcgggg 


cgctgaccag 


cggcgtgcat 


acctttccgg 


cggtgctgca 


1260 


aagcagcggc 


ctgtatagcc 


tgagcagcgt 


tgtgaccgtg 


ccgagcagca 


gcttaggcac 


1320 


tcagacctat 


atttgcaacg 


tgaaccataa 


accgagcaac 


accaaagtgg 


ataaaaaagt 


1380 


ggaaccgaaa 


agcgaattcg 


actataaaga 


tgacgatgac 


aaaggcgcgc 


cgtggagcca 


1440 


cccgcagttt 


gaaaaatgat 


aagcttgacc 


tgtgaagtga 


aaaatggcgc 


agattgtgcg 


1500 
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acattttttt 


tcrtctQCCcrt 


ttaattaaacr 


crcraaaacraaa 
yyyyyyyyyy 


cr c c cr cr c c t or cr 

y^^^^yy'^*^ ^yy 


aacrcrcrQcrtert 


1560 


acatcraaatt 


gtaaacgtta 


atattttQtt 


aaaattccrccr 


ttaaattttt 


crt t aaat cacr 


1620 


ctcatttttt 


aaccaatacrcr 


ccQaaatccrcr 


caaaatccct 


tataaatcaa 


aaoaatacrac 


1680 


c cr a era ti a CTQcr 


ttcracitcrt tcr 


ttccacrt t tcr 


oaacaacraat 


ccac tat taa 


acraa PCTt CTCTa 


1740 


cticcaaccrtc 


aa a cr cr a c era a 


aaacccrtcta 


t cacracrccrat 

^ ^**y y y v-y cui. 


crocccactac 


cracraapca t p 

y dy dCLVir ^d w 


1800 

JL V V w 


accctiaatica 


acrt t tt ttocr 


crcrt ccracrcrtQ 
y y ^*-y *=*y y ^^y 


cccrt aaaoca 


c t aa at CQcra 


appptaaa ctct 
d^ ^ ^ dciciy y 


1860 

.1. o u w 


cracrccccccra 

Zj 


1 1 tacracrct t 


craccrcrQcraaa 

y**^yyyys***** 


crcccTQCcraac 
y ^ ^ y y w y w. « 


QtQQCQacraa 
y ^-y y Vi»y «-y 


a CTCTa a ctctct;3 a 
c*y y ddy y y d« 


1920 


craaacTcafaaa 


Qcr aor c cr Q Q c Q 
y y «=«-y **-y y y ^y 


ctacroQCcrct 

w ^*^yyy^y^ 


CTcrcaacrt crt a 

yy %^aa.y i»y uo. 


or per crt pa pctp 
yv^yyu^ctv^yi^ 


t CTPCTPCTt a a p 
i^y^y^y k.dd^ 


1 980 


caccacaccc 


crcccrccrct ta 


at crc crc cere t 


acaoQCTCcrccr 
^^^y y y ^y *-'y 


t CTP t acrap t" a 

^ ^ ^ ^ kA ^ ^A w W ^A 


CTt"CTtttaar9P 
y ^ y L. L. w» ddd *«»■ 


2040 

4C( W ^ \J 


CQQ3LCCQOQO 


crcrcrorci c 1 1 a a 
yyyyy ^ ^-wt* 


crtcrcractQca 

y ^yyy^^y**** 


aaacaaaaccr 


CTPPtPPtOltP 


a CTCTa a CTP PCTP 
c*y y »-«y ^ ^ y 


2100 


1 1 ti t a t c crcTGr 


tacrcct cacti 


CTCCCCrct t tc 


cacrt CGTQcraa 
^**y ^i'^yyys*^ 


acc tcrt ccr tcr 


ccaCTC topa t 

W Wdy ^ Up y Vm> d ^ 


2160 


cacrtcraatccr 

^ ^ >^ V% W 


crccaaccrccic 


crcrcrcracraQOC 
y y y y **y ^y y ^ 


yyL.UL.y^yucx 


1 1 crcr era ctp pa 
u L.y y y ay 


CTCTCTt CTCTt t t t 

yyy ^yy'-*-*-'- 


2 2 2 0 


tc ttt tcacc 


a cr t: cr acr a c cr cr 

**y '»y**ys*^y y 


crcaacacrctQ 


attQccc t tc 


a c CQPC t crcr p 
d v< Vi» »j v» ^ y y ^ 


pp t CTa CTa CTa CT 
i-y dy dy ay 


A ^ O w 


ttcrcacrcaaci 


ccrcrtccaccrc 


tcrcrtttcrccc 


c acre acr crc era 
'^c^y ^o-y y ^y ^ 


aaat CP t crt t 


t CTa t CTCTt CTCTt 

^-yci^yy ^yy ^ 


2 "^4 0 


cacrccrcrccracr 
'-'Ciy ^y y-' y y y 


atatiaacatcr 


acre t crtcctc 


crcrta t cert ccr 


tat~pppapta 


ppCTa CTa t CTt p 
>w y d y d L> y i» 


24 0 0 

^ *x V/ V^' 


ccrcaccaaccr 


c cr c acr c c c crcr 
^y^^y^^^yy 


act CQQtaat 


crQcaccrcat t 


crpcrpppacrpcT 
y ^y ^^dy v^y 


ppa t p t CTa t p 

Va> d Lp w L> y d Lp 


24 60 


cr 1 1: crcr c aa c c 


acrcatcacaa 


tcrcrcraaccrat 
yyy*^^y*^^ 


crccct catt c 


acrcat t tcrca 


tCTCTtt t CTt tCT 


2520 


aaaaccCTcrac 


atcrcrcact cc 


aCTt ccrcc 1 1 c 


ecQt't'er'crpt' 


a t pcrcrp t era a 


ttt" ct;^ i~ t ctpct 
^'^^ya^^y^y 


2 "^8 0 


ac t cr acra t a t: 


t tatcrccaQc 


caoccaQaccr 


x** Mwy wy ^ 


cracrspacraap 
y ciy d^ay CLd^ 


1 1 a a t CTCicicr* 
L> i«dCiL«yyyw\.« 


264 0 

^ W *X V 


aCTctaacacrc 


crc era 1 1 1 cr c t 


Qcr t crcr c c c aa 
y y "-y y ^ ^ ^ao. 


t Cfpcra p pa era 


t CTP t PPa PCTP 


Vf^ciy ta^y^y l> 


27 nn 


acccrt cc t ca 


tcroTQaQaaaa 
^yyyy^^^ 


taatac tcrt t 


CIS t~ crcr crt" ort p 
ycii-yyy i-y u^-. 


t CTCTt" pa CTa cr3 
uy y u«.^dyay d 


^ d L« v« ddy ddd 


276 0 


taacCTCCQCTa 

^ Wt. ^4 


acattaotoc 


acTCrr'acrr' t" t r* 
v<L>4 y V ^ w \^ w ^ 


Pr3Pacrpaat"3 


CTPat'PPtCTcri" 
y^cLL-^^x-L-yy l« 


t~ J3 etc CI CI 

^cLL-^^ciy^yy 


2 R2 n 


ataQt taata 


at cacrcccac 


tcracaccrt tcr 


cdcciacraacra 
^ y y a y oi a. y a. 


1 1 CTt CTP a P PCT 


cr*or* 1 1 1 a pa 


2880 

4b O O w 


yy^*-^^y«-^y 


PPCTCt tCCTt t" 


t a r'na t r*cr^ 

^ M V« V« M L« W U 


p^ c c ^ r*n 
v.«cL^^ci\^^ci^y 


v.'CyyocL^^^.oOi 


y i-y ».*-*-y y L. 


2 94 n 


crccracratt ta 
y ^y ^^y *^ 


a t" ccrrT'crPcra 

WL w w *4 ^ ^ «4 w ^ d 


na a 1 1 1 crpcra 
^CLn L> L> ^y ^y ^ 


PCTCTPCTPCrt" CTP 

yy^y^y^y^ 




*-yy«*yy t-yy V- 


n n n 


aacgccaatc 


agcaacgact 


gtttgcccgc 


cagttgttgt 


gccacgcggt 


taggaatgta 


3060 


attcagctcc 


gccatcgccg 


cttccacttt 


ttcccgcgtt 


ttcgcagaaa 


cgtggctggc 


3120 


ctggttcacc 


acgcgggaaa 


cggtctgata 


agagacaccg 


gcatactctg 


cgacatcgta 


3180 


taacgttact 


ggtttcacat 


tcaccaccct 


gaattgactc 


tcttccgggc 


gctatcatgc 


3240 


cataccgcga 


aaggttttgc 


gccattcgat 


gctagccatg 


tgagcaaaag 


gccagcaaaa 


3300 
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cTQCcaqcraac 


CQtaaaaaQcr 


ccgcgttgct 


QQccrttt ttc 


cataQQc tec 


crcccccc tcra 


3360 


cgagcatcac 


aaaaatcgac 


Qctcaaatca 


Qacrqtcrcrcqa 

3**33 *-'33^3** 


aacccaacacr 

ttfra* w4 


cractataaaa 


3420 


ataccacrcrccr 


tttccccctcr 


craacrctccct 


cotCTCcrctct 


cctcrttccaa 


ccc t 00000 t 


3480 


tacccraatac 


ctcrtcccrcct 


ttct ccc tt c 


333****3^3 ''S 


crcCTct t tc tc 


a tacrc t caccr 


3540 


ctQtacrcrtat 


ctcaQttcQcr 


tcrtacrcrtCQt 

w 3 *"*~3 3 3 


tccrctccaacT 


c t cf cjcr c t cf t a 

^*'333^^3 ^3 


tCTcacQaacc 


3600 


cccccrttcaQ 


ccccracccrct 


qcqccttatc 


cqcrtaactat 


CQtcttcraQt 


ccaaccccrcrt 


3660 


aacracacciac 


ttatcgccac 


tqacaQcacrc 


cactcrqtaac 


aqciat tacrca 


cracrccraqqta 

3*'^3 3 33 ^ 


3720 


tataQQCorcrt 


gctacagagt 


tcttqaaqtcr 


QtcTCTcctaac 

3 3 3 wfc^Aw 


tacQQctaca 


ctacraacraac 


3780 


acrtatttcrcrt 


atctgcgctc 


tqctqtaqcc 

w 3 3 3 


acrttaccttc 


crcraaaaaqaq 


1 1 crcr t acre tc 


3840 


t tcratcccrcrc 


aaacaaacca 


cccrctqcftaa 

^^3 33 ^**3 


cacrtaat tt t 

^33**33^^^^ 


t t tQt t tQca 

WWW ^ www w w% 


aQcacrcacra t 

^3 ^ ^3 ^^^3 ~ 


3900 


t a c crc CT c acra 


aaaaaaQcrat 


c t c aacraacra 


tcctt tCTat c 


1 1 1 tc tacCTO" 

W W W W W \A 


crcr t c t oa c crc 


3960 


tcacrtcrcraac 


craaaactcac 


qttaacTcrqat 

3 *^****333 ^ 


tt tCTcrt cacra 


tctacrcacca 


crcr c GT 1 1 1 a acr 


4020 


acrcaccaata 


actcfccttaa 


aaaaattaca 


cccccrcccta 


ccactcatccr 


cacf t ac t crt t 


4080 


crtaat tcatt 


aacrcattctQ 


ccqacatqaa 


aqccatcaca 


aacQQcatcra 


tcraacc tcraa 


414 0 


tccrccacrccrcr 


catcacTcacc 


ttcrtccrcctt 

^5 «^ 


CTcqtataata 


tt tCFCccata 


QtcraaaacQCT 


4200 


aaaccraacraa 

^3***^3 


cfttcrtccata 


ttaac tacqt 

%^ 4^ 


ttaaatcaaa 


ac tCTQtcraaa 


c tcacccacrcr 


4260 


era 1 1 QTcr c t cr a 


craccraaaaac 


atiattctcaa 


taaaccc t t t 


aoTCToaaatacr 


crccacrcrt 1 1 1 

3 w ^^3 3 V k> k« ^ 


4320 

n A< w 


cacccrtaaca 


ccrccacatct 


tcrcqaatata 


t crt crt acraaa 


ctQCCQcraaa 

Vrf W W Vi* *^ v& WA 


tcot cat crcr t 

^*—3 ^^3 '-'33 ^ 


4380 


at tcactcca 


QaQCcratcraa 


aaccft ttcaq 

™n li* 7^ 


t t tQC t cata 

www V W X* W 


craaaaccTQta 


taacaacTQcrt 


444 0 


Qaacactatc 


ccatatcacc 


acrctcaccQt 


ctt tcatt crc 


cataccrcraac 


tCCQCTOtQaQ 
^^^333 *-3**3 


4500 


cattcatcacr 


acQQcicaacra 


atcrtqaatiaa 


aqqccCToata 


aaact tcrtcrc 


ttatttttct 

W W W W W W W W 


4560 


ttaccrcrtctt 


taaaaacrcrcc 


crtaatatcca 


Qctcraacaat 

3^ ^3^****33 ^ 


ctcrcrt tatacr 


crtacat tcracr 


4620 


caactcractcr 


aaatQcctca 


aaatcrttctt 


taccratqcca 


1 1 crcr era t a t a 


t caacorcrtQcr 

^^****>'33 ^33 


4680 


tatatccacrt 


cratttttttc 


ti c c a ti ti 1 1 a CT 

\i0 ^0 %^fa 


cttccttaac 


tec tcraaaat 

W W ^ w^^%^% W 


ct ccrat aac t 


4740 


caaaaaatac 


gcccggtagt 


gatcttattt 


cattatggtg 


aaagttggaa 


cctcacccga 


4800 


cgtctaatgt 


gagttagctc 


actcattagg 


caccccaggc 


tttacacttt 


atgcttccgg 


4860 


ctcgtatgtt 


gtgtggaatt 


gtgagcggat 


aacaatttca 


cacaggaaac 


agctatgacc 


4920 


atgattacga 


atttctagat 


aacgagggca 


aaaaatgaaa 


aagacagcta 


tcgcgattgc 


4980 


agtggcactg 


gctggtttcg 


ctaccgtagc 


gcaggccgat 






5020 



18/33 

<210> 36 

<211> 4145 

<212> DNA 

<213> artificial sequence 
<220> 

<223> sequence for pMORPH18_Fab_GPC8 

<400> 36 



tcagataacg 


agggcaaaaa 


atgaaaaaga 


cagctatcgc 


gattgcagtg 


gcactggctg 


60 


gtttcgctac 


cgtagcgcag 


gccgatatcg 


tgctgaccca 


gccgccttca 


gtgagtggcg 


120 


caccaggtca 


gcgtgtgacc 


atctcgtgta 


gcggcagcag 


cagcaacatt 


ggcagcaact 


180 


atgtgagctg 


gtaccagcag 


ttgcccggga 


cggcgccgaa 


actgctgatt 


tatgataaca 


240 


accagcgtcc 


ctcaggcgtg 


ccggatcgtt 


ttagcggatc 


caaaagcggc 


accagcgcga 


300 


gccttgcgat 


tacgggcctg 


caaagcgaag 


acgaagcgga 


ttattattgc 


cagagctatg 


360 


acatgcctca 


ggctgtgttt 


ggcggcggca 


cgaagtttaa 


ccgttcttgg 


ccagccgaaa 


420 


gccgcaccga 


gtgtgacgct 


gtttccgccg 


agcagcgaag 


aattgcaggc 


gaacaaagcg 


480 


accctggtgt 


gcctgattag 


cgacttttat 


ccgggagccg 


tgacagtggc 


ctggaaggca 


540 


gatagcagcc 


ccgtcaaggc 


gggagtggag 


accaccacac 


cctccaaaca 


aagcaacaac 


600 


aagtacgcgg 


ccagcagcta 


tctgagcctg 


acgcctgagc 


agtggaagtc 


ccacagaagc 


660 


tacagctgcc 


aggtcacgca 


tgaggggagc 


accgtggaaa 


aaaccgttgc 


gccgactgag 


720 


gcctgataag 


catgcgtagg 


agaaaataaa 


atgaaacaaa 


gcactattgc 


actggcactc 


780 


ttaccgttgc 


tcttcacccc 


tgttaccaaa 


gcccaggtgc 


aattgaaaga 


aagcggcccg 


840 


gccctggtga 


aaccgaccca 


aaccctgacc 


ctgacctgta 


ccttttccgg 


atttagcctg 


900 


tccacgtctg 


gcgttggcgt 


gggctggatt 


cgccagccgc 


ctgggaaagc 


cctcgagtgg 


960 


ctggctctga 


ttgattggga 


tgatgataag 


tattatagca 


ccagcctgaa 


aacgcgtctg 


1020 


accattagca 


aagatacttc 


gaaaaatcag 


gtggtgctga 


ctatgaccaa 


catggacccg 


1080 


gtggatacgg 


ccacctatta 


ttgcgcgcgt 


tctcctcgtt 


atcgtggtgc 


ttttgattat 


1140 


tggggccaag 


gcaccctggt 


gacggttagc 


tcagcgtcga 


ccaaaggtcc 


aagcgtgttt 


1200 


ccgctggctc 


cgagcagcaa 


aagcaccagc 


ggcggcacgg 


ctgccctggg 


ctgcctggtt 


1260 


aaagattatt 


tcccggaacc 


agtcaccgtg 


agctggaaca 


gcggggcgct 


gaccagcggc 


1320 


gtgcatacct 


ttccggcggt 


gctgcaaagc 


agcggcctgt 


atagcctgag 


cagcgttgtg 


1380 


accgtgccga 


gcagcagctt 


aggcactcag 


acctatattt 


gcaacgtgaa 


ccataaaccg 


1440 


agcaacacca 


aagtggataa 


aaaagtggaa 


ccgaaaagcg 


aattcggggg 


agggagcggg 


1500 
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aaCCTQtqatt 


ttqattatqa 


aaaqatQQca 


aaccrctiaata 


acrcrcrcrcir' t a t 

^33333^^**^ 


y cxL> L.y cLctdd u 


1 c,e:r\ 
±oo\J 


crccgatgaaa 


acgcgctaca 


qtctqacqct 


aaacTCTcaaac 


ttaattctat 


PCTP i" a r*i~ fra t* 
wvjVx L>dVi. LrydL> 


X o ^ u 


^acggtgctg 


Ctatcqatqq 


tttcattggt 


cracQt ttcccr 


erect tQCtaa 


i-y y L.dd uy y u 


1 finn 


crctactggtg 


attttgctgg 


ctctaattcc 


c aaa t crcr c t: c 


aacrtcaatcia 


PCTCTt" rra i~ a a t" 
i»ydUddu 


1 7d. n 

X / *± u 


t- cacctttaa 


tgaataattt 


ccqtcaatat 


ttaccttccc 


tccctcaatr* 


y y I- L.y dd uy l. 


1 Q n n 


raCCCttttq 

» J 


tCtttqqCQC 


tqqtaaacca 


tataaatttt 


Pt*At~1~Grai~t~rr 

U> A Lp Li M CI Lp ^ M 


t" or a ^ zi a a ^ 3 
cydCddddUd 


1 Q n 
± o 0 u 


aacttattcc 


gtggtgtctt 


tgcgtttctt 


ttatatattQ 


ccacctttat 


atatat-att t 


X «7 V 


tctacgtttg 


ctaacatact 


qcqtaataaa 


qaqtcttaat 

w w w w 


a a cr c 1 1 cr a r* c 


t crt era a rrt* fra 
i-y L.yddy L.yd 


X 7 O U 


aaaatggcqc 


aqattqtqcq 


acattttttt 


tcrt C tCTCCQt 


1 1 a a t era a a t 


i.y LpdddL»y L. u 


^ U fi U 


aatattttgt 


taaaattcqc 


gttaaatttt 


tqttaaatca 


GTCtcatttt t 


taappaat~aCT 


4b X W U 


accgaaatcg 


gcaaaatccc 


tta^aaatca 


aaaoaatacra 


c c Q a cr a t" a cr cr 


CTt t rra rrt" rrf~ "h 
y u uydy uy u 


<^ XD u 


attccaqttt 


QQaacaaqaQ 


tccactatta 






udddyy y cy a 


o o o n 
z ^ z u 


aaaaccgtct 


atcaqqqcqa 


tqacccacta 


ccracraacca t 


carTT'taatr' 


ddyuL.L.L.L.l.y 


9 o Q n 
^ ^ o u 


aagtcgagqt 


qccqtaaaac 


actaaaticcrcr 


aa C! c c ti aa^a cr 


crcra err* r* r* r* rrr 


a t* ^ a rra t-rr*^ 

d u L> Udy dy \^ l. 


o 1 A n 

Z J 4 u 


taacggggaa 


aqccqqcqaa 


CQtqqcQacra 


aacTQaacTQcra 


a CTa a a crncra 
^ t*. ^ ^ y c* 


".y y dy t-. y y y u 


9 4 n n 
^ u u 


actagggcgc 


tggcaaqtqt 


aqcqqtcaccr 


ctciccrccrtaa 


ccaccacacc 


PCTPPnf^crr't* +■ 
^^ywvaoy^y^ u 


^ 1 Q U 


aatgcgccgc 


tacaggqcqc 


qtqctaqcca 


tcrtcracrcaaa 


a cj CT c c a CT c a a 


a a frnpr'a rrrra 
dd^^^^^dyyd 


^ 3 ^ V 


accgtaaaaa 


ggccqcqttq 


ctqqcatttt 

^10 *^ 


tccataaact 


\~r ^ \^ ^ ^ N.' L' 


era r*m^ rrr* ^ f- 
y dv^^dy ^d L. v-p 


9 c; Q n 
z o o u 


acaaaaatcg 


acgctcaagt 


caQacTQtcicrc 


oaaa cccQac 


aooar't' a t a 3 


a fra a *^ a rrn 
dydUd^^dyy 


Z O 4 U 


cgtttccccc 


tqqaaqctcc 


ctCQtacqct 


c tec tort tec 


era c c r* t" CI r* o cr 


^ L- L.d^^yydL.. 


9 n o 


acctgtccgc 


ctttctccct 


tCQQcraacTccr 


toaccrc 1 1 tc 


tr"at~aafr't~r'a 


^3*- ^3 i-^-y y 


9 7 n 


atctcagttc 


ggtgtaggtc 


qttcqctcca 


acrctcrcracta 

**3 333 3 


tcrtQcaccraa 


ppppppCTt'tr* 


9 ft 9 n 
z o z u 


aqtccgaccg 


ctgcgcctta 


tccQQtaact 


at cert ct tea 


Cftccaaccr'cr 


crt" a a nra /^a rrr 
^ Lr ddy d\,« d v^y 


9 ft ft O 
z o o u 


acttatcgcc 


actqqcaqca 


qccactQQta 

3 ^^^ ^33 


acaCTaattao" 


pa CTa rrrrr^ OTT 


udty L-dyy cy 




atqctacaqa 


qttcttqaacr 


tcTcrtcraccta 


ac taccrcrc ta 


^av> uciy ddy ci 


a<^a/^'t~at"t~+-/^ 

d\.*dy ud u> L. uy 


1 n n n 
J U U U 


gtatctgcgc 


tctgctgtag 


ccagttacct 


tcggaaaaag 


agttggtagc 


tcttgatccg 


3060 


gcaaacaaac 


caccgctggt 


agcggtggtt 


tttttgtttg 


caagcagcag 


attacgcgca 


3120 


gaaaaaaagg 


atctcaagaa 


gatcctttga 


tcttttctac 


ggggtctgac 


gctcagtgga 


3180 


acgaaaactc 


acgttaaggg 


attttggtca 


gatctagcac 


caggcgttta 


agggcaccaa 


3240 


taactgcctt 


aaaaaaatta 


cgccccgccc 


tgccactcat 


cgcagtactg 


ttgtaattca 


3300 
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ttaagcattc 


tgccqacatg 


gaagccatca 


caaacggcat 


qatqaacctq 


aat ccrccaQC 


3360 


qqcatcaqca 


ccttqtcqcc 


ttgcgtataa 


tatttqccca 


tagtgaaaac 


QQCTcr CT c q a a cr 

33333 ^3 ****3 


3420 


aagttgtcca 


tattggctac 


gtttaaatca 


aaactqqtqa 


aactcaccca 


aqqattqcrct 


3480 


gagacgaaaa 


acatattctc 


aataaaccct 


ttaqQQaaat 


aqqccaqqt t 

*^ 3 3 3 3 


ttcacccrtaa 


3540 


cacgccacat 


cttgcgaata 


tatqtqtacra 


aactqccqqa 


aatCQtcqtq 


Qftat tcactc 


3600 


cacraacQatcr 


aaaacgtttc 


aqtttqctca 


tqqaaaacqq 

••33 '^******^ 3 3 


tcrtaacaacTQ 
*" 3 ******* **~* 3 3 


crtciaacactia 


3660 


tcccatatca 


ccaqctcacc 


Qtc t tt cat t 


crccatiaccrcra 


ac t cccrcrcrta 


aQca t t cat c 


3720 


aqqcQcrcrcaa 


qaatqtqaat 

3 **** 3 3 ***** ** 


aaacrqccQQa 

****** ^ ^ W W ^ ^ 


taaaacttqt 


Qcttattttt 


ct t taccrcrtc 

w w fcA ^3 w 


3780 


tttaaaaacrq 


ccataatatc 


caqctcraacQ 


crtctcrattat 


acratacatta 


acrcaactcfac 


3840 


toraaatQcc t 


caaaatcrttc 


tttaccratcrc 


cat tcrcraatia 


tatcaaccrcrt 


cfcrtatat cca 


3900 


gtgatttttt 


tctccatttt 


agcttcctta 


gctcctgaaa 


atctcgataa 


ctcaaaaaat 


3960 


acgcccggta 


gtgatcttat 


ttcattatgg 


tgaaagttgg 


aacctcaccc 


gacgtctaat 


4020 


gtgagttagc 


tcactcatta 


ggcaccccag 


gctttacact 


ttatgcttcc 


ggctcgtatg . 


4080 


ttgtgtggaa 


ttgtgagcgg 


ataacaattt 


cacacaggaa 


acagctatga 


ccatgattac 


4140 


gaatt 












4145 



<210> 37 
<211> 120 
<212> PRT 

<213> artificial sequence 

<220> 

<223> sequence for MS-GPCl-VH 
<400> 37 

Gin Val Gin Leu Lys Glu Ser Gly Pro Ala Leu Val Lys Pro Thr Gin 
15 10 15 

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Thr Ser 

20 25 30 

Gly Val Gly Val Gly Trp lie Arg Gin Pro Pro Gly Lys Ala Leu Glu 
35 40 45 

Trp Leu Ala Leu lie Asp Trp Asp Asp Asp Lys Tyr Tyr Ser Thr Ser 
50 55 60 

Leu Lys Thr Arg Leu Thr lie Ser Lys Asp Thr Ser Lys Asn Gin Val 
65 70 75 80 



Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr 

85 90 95 
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Cys Ala Arg Gin Tyr Gly His Arg Gly Gly Phe Asp His Trp Gly Gin 

100 105 110 

Gly Thr Leu Val Thr Val Ser Ser 
115 120 



<210> 38 

<211> 109 

<212> PRT 

<213> artificial sequence 

<220> 

<223> sequence for MS-GPCl-VL 



<400> 38 

Asp lie Val Leu 

1 

Arg Val Thr lie 

20 

Tyr Val Ser Trp 
35 

lie Tyr Asp Asn 
50 

Gly Ser Lys Ser 

65 



Thr Gin Pro Pro 
5 

Ser Cys Ser Gly 



Tyr Gin Gin Leu 

40 

Asn Gin Arg Pro 
55 

Gly Thr Ser Ala 

70 



Ser Val Ser Gly 
10 

Ser Ser Ser Asn 
25 

Pro Gly Thr Ala 



Ser Gly Val Pro 

60 

Ser Leu Ala lie 
75 



Ala Pro Gly Gin 
15 

lie Gly Ser Asn 
30 

Pro Lys Leu Leu 
45 

Asp Arg Phe Ser 



Thr Gly Leu Gin 

80 



Ser Glu Asp Glu 

Ser Val Phe Gly 

100 



Ala Asp Tyr Tyr 
85 

Gly Gly Thr Lys 



Cys Gin Ser Tyr 
90 

Leu Thr Val Leu 
105 



Asp Phe Asn Glu 
95 

Gly 



<210> 39 

<211> 118 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC6-VH 



<400> 39 

Glu Val Gin Leu 

1 

Ser Leu Arg Leu 

20 

Ala Met Ser Trp 
35 

Ser Ala lie Ser 
50 



Val Glu Ser Gly 
5 

Ser Cys Ala Ala 



Val Arg Gin Ala 

40 

Gly Ser Gly Gly 
55 



Gly Gly Leu Val 
10 

Ser Gly Phe Thr 
25 

Pro Gly Lys Gly 



Ser Thr Tyr Tyr 

60 



Gin Pro Gly Gly 
15 

Phe Ser Ser Tyr 
30 

Leu Glu Trp Val 
45 

Ala Asp Ser Val 
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Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

Ala Arg Gly Tyr Gly Arg Tyr Ser Pro Asp Leu Trp Gly Gin Gly Thr 

100 105 110 



Leu Val Thr Val Ser Ser 
115 



<210> 40 

<211> 110 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC6-VL 



<400> 40 

Asp lie Val Leu 

1 

Glu Arg Ala Thr 

20 

Tyr Leu Ala Trp 
35 

He Tyr Gly Ala 
50 

Gly Ser Gly Ser 
65 

Pro Glu Asp Phe 



Phe Thr Phe Gly 

100 



Thr Gin Ser Pro 
5 

Leu Ser Cys Arg 



Tyr Gin Gin Lys 

40 

Ser Ser Arg Ala 
55 

Gly Thr Asp Phe 
70 

Ala Val Tyr Tyr 
85 

Gin Gly Thr Lys 



Ala Thr Leu Ser 

10 

Ala Ser Gin Ser 
25 

Pro Gly Gin Ala 



Thr Gly Val Pro 

60 

Thr Leu Thr He 
75 

Cys Gin Gin Tyr 
90 

Val Glu He Lys 
105 



Leu Ser Pro Gly 

15 

Val Ser Ser Ser 
30 

Pro Arg Leu Leu 
45 

Ala Arg Phe Ser 



Ser Ser Leu Glu 

80 

Ser Asn Leu Pro 
95 

Arg Thr 

110 



<210> 41 
<211> 120 
<212> PRT 

<213> artificial sequence 

<220> 

<223> sequence for MS-GPC8-VH, MS-GPC8- 1-VH, MS-GPC8-6-VH, MS-GPC8- 9-VH, 
MS-GPC8-10-VH,MS-GPC8-17-VH,MS-GPC8-18-VH,MS-GPC8-27-VH,MS-GPC8-6-2-VH, 
MS-GPC8-6-13-VH,MS-GPC8-6-27-VH,MS-GPC8-6-45-VH,MS-GPC8-6-47-VH,MS-GPC8-10 
VH, 

MS-GPC8-27-7-VH, MS-GPC8-27- 10-VH, MS-GPC8-27-41-VH 



<400> 41 

Gin Val Gin Leu Lys Glu Ser Gly Pro Ala Leu Val Lys Pro Thr Gin 
15 10 15 
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Thr Leu Thr Leu 

20 

Gly Val Gly Val 
35 

Trp Leu Ala Leu 
50 

Leu Lys Thr Arg 
65 

Val Leu Thr Met 



Cys Ala Arg Ser 

100 

Gly Thr Leu Val 
115 



Thr Cys Thr Phe 



Gly Trp He Arg 

40 

lie Asp Trp Asp 
55 

Leu Thr He Ser 
70 

Thr Asn Met Asp 
85 

Pro Arg Tyr Arg 



Thr Val Ser Ser 

120 



Ser Gly Phe Ser 
25 

Gin Pro Pro Gly 



Asp Asp Lys Tyr 

60 

Lys Asp Thr Ser 
75 

Pro Val Asp Thr 
90 

Gly Ala Phe Asp 
105 



Leu Ser Thr Ser 
30 

Lys Ala Leu Glu 
45 

Tyr Ser Thr Ser 



Lys Asn Gin Val 

80 

Ala Thr Tyr Tyr 
95 

Tyr Trp Gly Gin 
110 



<210> 

<211> 
<212> 
<213> 


42 

109 
PRT 

artificial sequence 








<220> 
<223> 


sequence 


for 


MS-GPC8- 


-VL 






<400> 
Asp He 
1 


42 
Val 


Leu 


Thr 
5 


Gin 


Pro 


Pro 


Ser 


Val 
10 


Arg Val 


Thr 


He 

20 


Ser 


Cys 


Ser Gly 


Ser 

25 


Ser 


Tyr Val 


Ser 
35 


Trp 


Tyr 


Gin 


Gin 


Leu 
40 


Pro 


Gly 


He Tyr 

50 


Asp 


Asn 


Asn 


Gin 


Arg 

55 


Pro 


Ser 


Gly 


Gly Ser 
65 


Lys 


Ser 


Gly 


Thr 
70 


Ser 


Ala 


Ser 


Leu 


Ser Glu 


Asp 


Glu 


Ala 

85 


Asp 


Tyr 


Tyr 


Cys 


Gin 

90 


Ala Val 


Phe 


Gly 
100 


Gly 


Gly 


Thr 


Lys 


Leu 
105 


Thr 



15 



30 



45 



60 



75 80 



95 



<210> 43 

<211> 120 

<212> PRT 

<213> artificial sequence 



<220> 
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<223> sequence 

<400> 43 

Gin Val Gin Leu 

1 

Thr Leu Thr Leu 

20 

Gly Val Gly Val 
35 

Trp Leu Ala Leu 
50 

Leu Lys Thr Arg 
65 

Val Leu Thr Met 



Cys Ala Arg Gin 

100 

Gly Thr Leu Val 
115 



for MS-GPCIO-VH 



Lys Glu Ser Gly 
5 

Thr Cys Thr Phe 



Gly Trp lie Arg 

40 

lie Asp Trp Asp 
55 

Leu Thr lie Ser 
70 

Thr Asn Met Asp 
85 

Leu His Tyr Arg 



Thr Val Ser Ser 

120 



Pro Ala Leu Val 
10 

Ser Gly Phe Ser 
25 

Gin Pro Pro Gly 



Asp Asp Lys Tyr 

60 

Lys Asp Thr Ser 
75 

Pro Val Asp Thr 
90 

Gly Gly Phe Asp 
105 



Lys Pro Thr Gin 
15 

Leu Ser Thr Ser 
30 

Lys Ala Leu Glu 
45 

Tyr Ser Thr Ser 



Lys Asn Gin Val 

80 

Ala Thr Tyr Tyr 
95 

Leu Trp Gly Gin 

110 



<210> 44 

<211> 109 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPCIO-VL 



<400> 44 

Asp lie Val Leu 
1 

Arg Val Thr lie 

20 

Tyr Val Ser Trp 
35 

lie Tyr Asp Asn 
50 

Gly Ser Lys Ser 
65 

Ser Glu Asp Glu 



Gly Val Phe Gly 

100 



Thr Gin Pro Pro 
5 

Ser Cys Ser Gly 



Tyr Gin Gin Leu 

40 

Asn Gin Arg Pro 
55 

Gly Thr Ser Ala 
70 

Ala Asp Tyr Tyr 
85 

Gly Gly Thr Lys 



Ser Val Ser Gly 
10 

Ser Ser Ser Asn 
25 

Pro Gly Thr Ala 



Ser Gly Val Pro 

60 

Ser Leu Ala He 
75 

Cys Gin Ser Tyr 
90 

Leu Thr Val Leu 
105 



Ala Pro Gly Gin 
15 

He Gly Ser Asn 
30 

Pro Lys Leu Leu 
45 

Asp Arg Phe Ser 



Thr Gly Leu Gin 

80 

Asp Leu Thr Met 
95 

Gly 



<210> 45 
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<211> 109 
<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-6-2-VL 
<400> 45 

Asp lie Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
15 10 15 

Arg Val Thr lie Ser Cys Ser Gly Ser Glu Ser Asn lie Gly Ser Asn 

20 25 30 

Tyr Val His Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

lie Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lie Thr Gly Leu Gin 
65 70 75 80 

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Tyr Asp His 

85 90 95 

Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 

100 105 



<210> 


46 






<211> 


109 






<212> 


PRT 






<213> 


artificial sequence 






<220> 








<223> 


sequence for MS-GPC8- 


6-VL 




<400> 


46 






Asp lie 


Val Leu Thr Gin Pro 


Pro Ser 


Val 


1 


5 




10 


Arg Val 


Thr lie Ser Cys Ser 


Gly Ser 


Ser 




20 


25 





15 



30 

Tyr Val Ser Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

lie Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lie Thr Gly Leu Gin 
65 70 75 80 

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Tyr Asp His 

85 90 95 



Tyr Val Phe Gly Gly Gly Thr Lys 

100 



Leu Thr Val Leu Gly 
105 
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<210> 


47 






^ ^ ^ 


109 

-1- V/ ^ 






<212> 


PRT 






<213> 


artificial sequence 






<220> 








<223> 


sequence for MS-GPC8- 


6-19-VL 




<400> 


47 






Asp lie 


Val Leu Thr Gin Pro 


Pro Ser 


Val 


1 


5 




10 


Arg Val 


Thr lie Ser Cys Ser 


Gly Ser 


Glu 




20 


25 





15 



30 

Tyr Val Ala Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

lie Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lie Thr Gly Leu Gin 
65 70 75 80 

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Tyr Asp His 

85 90 95 

Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 

100 105 



<210> 48 
<211> 109 
<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-10-VL 
<400> 48 

Asp lie Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
15 10 15 

Arg Val Thr lie Ser Cys Ser Gly Ser Ser Ser Asn lie Gly Ser Asn 

20 25 30 

Tyr Val Ser Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 ' 45 

lie Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lie Thr Gly Leu Gin 
65 70 75 80 

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Leu lie Arg 

85 90 95 
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His Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 

100 105 



<210> 49 
<211> 109 
<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-6-27-VL 

<400> 49 

Asp lie Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
15 10 15 

Arg Val Thr lie Ser Cys Ser Gly Ser Asp Ser Asn lie Gly Ala Asn 

20 25 30 



Tyr Val 


Thr 
35 


Trp 


Tyr 


Gin 


Gin 


Leu 
40 


Pro 


Gly Thr 


Ala 


Pro 
45 


Lys 


Leu 


lie Tyr 

50 


Asp 


Asn 


Asn 


Gin 


Arg 

55 


Pro 


Ser 


Gly Val 


Pro 

60 


Asp 


Arg 


Phe 


Gly Ser 
65 


Lys 


Ser 


Gly 


Thr 
70 


Ser 


Ala 


Ser 


Leu Ala 
75 


lie 


Thr 


Gly 


Leu 


Ser Glu 


Asp 


Glu 


Ala 

85 


Asp 


Tyr 


Tyr 


Cys 


Gin Ser 
90 


Tyr 


Asp 


Tyr 


Asp 
95 


Tyr Val 


Phe 


Gly 
100 


Gly 


Gly 


Thr 


Lys 


Leu 
105 


Thr Val 


Leu 


Gly 






<210> 
<211> 
<212> 
<213> 


50 

109 

PRT 

artificial sequence 
















<220> 
<223> 


sequence 


for 


MS-GPC8- 


-17-VL 












<400> 
Asp lie 
1 


50 
Val 


Leu 


Thr 
5 


Gln 


Pro 


Pro 


Ser 


Val Ser 
10 


Gly Ala 


Pro 


Gly 
15 


Arg Val 


Thr 


lie 
20 


Ser 


Cys 


Ser 


Gly 


Ser 
25 


Ser Ser 


Asn 


He 


Gly 
30 


Ser 


Tyr Val 


Ser 
35 


Trp 


Tyr 


Gin 


Gin 


Leu 
40 


Pro 


Gly Thr 


Ala 


Pro 
45 


Lys 


Leu 


lie Tyr 
50 


Asp 


Asn 


Asn 


Gin 


Arg 
55 


Pro 


Ser 


Gly Val 


Pro 
60 


Asp 


Arg 


Phe 



80 



Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala He Thr Gly Leu Gin 
65 70 75 80 
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Ser Glu Asp Glu 

Tyr Val Phe Gly 

100 



Ala Asp Tyr Tyr 
85 

Gly Gly Thr Lys 



Cys Gin Ser Tyr 
90 

Leu Thr Val Leu 
105 



Asp Phe Ser Val 
95 

Gly 



<210> 51 
<211> 109 
<212> PRT 

<213> artificial sequence 

<220> 

<223> sequence for MS-GPC8~ 6-45-VL 
<400> 51 

Asp He Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
15 10 15 

Arg Val Thr lie Ser Cys Ser Gly Ser Glu Pro Asn He Gly Ser Asn 

20 25 30 

Tyr Val Phe Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

lie Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala He Thr Gly Leu Gin 
65 70 75 80 

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Tyr Asp His 

85 90 95 

Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 

100 105 



<210> 52 

<2ll> 109 

<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-27-VL 



<400> 52 

Asp He Val Leu 

1 

Arg Val Thr He 

20 

Tyr Val Ser Trp 
35 

lie Tyr Asp Asn 
50 



Thr Gin Pro Pro 
5 

Ser Cys Ser Gly 



Tyr Gin Gin Leu 

40 

Asn Gin Arg Pro 
55 



Ser Val Ser Gly 
10 

Ser Ser Ser Asn 
25 

Pro Gly Thr Ala 



Ser Gly Val Pro 

60 



Ala Pro Gly Gin 
15 

He Gly Ser Asn 
30 

Pro Lys Leu Leu 
45 

Asp Arg Phe 



^er Gly Ser Lys 
65 

Qlti Ser Glu Asp 

^gil His Val Phe 



Ser Gly Thr Ser 
70 

Glu Ala Asp Tyr 
85 

Gly Gly Gly Thr 
100 
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Ala Ser Leu Ala 

75 

Tyr Cys Gin Ser 

90 

Lys Leu Thr Val 
105 



lie Thr Gly Leu 



Tyr Asp Met Asn 

95 

Leu Gly 
109 



^2l0> 53 

^2ll> 109 

^2l2> PRT 

^2l3> artificial sequence 
^220> 

^223> sequence for MS-GPC8-6-47-VL 

^400> 53 

p,sp He Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
1 5 10 15 

;^rg Val Thr He Ser Cys Ser Gly Ser Glu Ser Asn He Gly Ser Asn 

20 25 30 

Tyr Val Ser Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

lie Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala He Thr Gly Leu Gin 
65 70 75 80 

ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Tyr Asp His 

85 90 95 

Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 

100 105 



<210> 54 

<2ll> 109 

^212> PRT 

^213> artificial sequence 
<220> 

<:223> sequence for MS-GPC8-6-13-VL 



<400> 54 

;^sp He Val Leu 

1 

Arg Val Thr He 

20 

Xyr Val Thr Trp 
35 



Thr Gin Pro Pro 
5 

Ser Cys Ser Gly 



Tyr Gin Gin Leu 

40 



Ser Val Ser Gly 
10 

Ser Glu Ser Asn 
25 

Pro Gly Thr Ala 



Ala Pro Gly Gin 
15 

He Gly Ala Asn 
30 

Pro Lys Leu Leu 
45 



lie Tyr Asp Asn 
50 

Qly Ser Lys Ser 
65 

Ser Glu Asp Glu 



Tyr Val Phe Gly 

100 



Asn Gin Arg Pro 
55 

Gly Thr Ser Ala 
70 

Ala Asp Tyr Tyr 
85 

Gly Gly Thr Lys 
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Ser Gly Val Pro 

60 

Ser Leu Ala lie 

75 

Cys Gin Ser Tyr 
90 

Leu Thr Val Leu 
105 



Asp Arg Phe Ser 

Thr Gly Leu Gin 

80 

Asp Tyr Asp His 
95 

Gly 



<210> 55 
<211> 109 
<:212> PRT 

<2l3> artificial sequence 

<220> 

<:223> sequence for MS-GPC8-27-7-VL 
<400> 55 

Asp He Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
15 10 15 

Arg Val Thr He Ser Cys Ser Gly Ser Glu Ser Asn He Gly Asn Asn 

20 25 30 

Tyr Val Gly Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

lie Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala He Thr Gly Leu Gin 
65 70 75 80 

ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Met Asn Val 

85 90 95 

His Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 

100 105 



<210> 56 
<211> 109 
<212> PRT 

<213> artificial sequence 

<220> 

<:223> sequence for MS-GPC8-10-57-VL 
<:400> 56 

Asp He Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
15 10 15 



Arg Val Thr He Ser Cys Ser Gly Ser Glu Ser Asn He Gly Asn Asn 

20 25 30 
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Tyr Val Gin Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

He Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala He Thr Gly Leu Gin 
65 70 75 80 

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Leu He Arg 

85 90 95 

His Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 

100 105 



<210> 


57 






<211> 


109 






<212> 


PRT 






<213> 


artificial sequence 






<220> 








<223> 


sequence for MS-GPCS- 


27- 


10-VL 


<400> 


57 






Asp He 


Val Leu Thr Gin Pro 


Pro 


Ser Val 


1 


5 




10 


Arg Val 


Thr He Ser Cys Ser 


Gly 


Ser Glu 




20 




25 



15 



30 

Tyr Val Asn Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

He Tyr Asp Asn Asn Gin Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
50 55 60 

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala He Thr Gly Leu Gin 
65 70 75 80 

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Tyr Asp Met Asn Val 

85 90 95 

His Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 





100 


105 


<210> 


58 




<211> 


109 




<212> 


PRT 




<213> 


artificial sequence 




<220> 






<223> 


sequence for MS-GPC8- 


27-41-VL 


<400> 


58 





Asp He Val Leu Thr Gin Pro Pro Ser Val Ser Gly Ala Pro Gly Gin 
15 10 15 
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Arg Val Thr lie 

20 

Tyr Val Gin Trp 
35 

lie Tyr Asp Asn 
50 

Gly Ser Lys Ser 
65 

Ser Glu Asp Glu 



His Val Phe Gly 

100 



Ser Cys Ser Gly 



Tyr Gin Gin Leu 

40 

Asn Gin Arg Pro 
55 

Gly Thr Ser Ala 
70 

Ala Asp Tyr Tyr 
85 

Gly Gly Thr Lys 



Ser Glu Ser Asn 
25 

Pro Gly Thr Ala 



Ser Gly Val Pro 

60 

Ser Leu Ala lie 
75 

Cys Gin Ser Tyr 
90 

Leu Thr Val Leu 
105 



lie Gly Asn Asn 
30 

Pro Lys Leu Leu 
45 

Asp Arg Phe Ser 



Thr Gly Leu Gin 

80 

Asp Met Asn Val 
95 

Gly 



<210> 59 

<211> 8 

<212> PRT 

<213> artificial sequence 

<220> 

<223> sequence for MS-GPC1-VL-CDR3 

<400> 59 

Gin Ser Tyr Asp Phe Asn Glu Ser 
1 5 



<210> 60 
<211> 8 
<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC8-6-VL-CDR3,MS-GPC8-6-2-VL-CDR3, 
MS-GPC8-6-13-VL-CDR3, MS-GPC8- 6-19-VL-CDR3 , MS-GPC8 -6-27-VL-CDR3 , 
MS-GPC8-6-"45-VL-CDR3,MS-GPC8-6-47-VL-CDR3 

<400> 60 

Gin Ser Tyr Asp Tyr Asp His Tyr 
1 5 



<210> 61 
<211> 10 
<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC10-VH~CDR3 
<400> 61 

Gin Leu His Tyr Arg Gly Gly Phe Asp Leu 
15 10 
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<210> 62 
<211> 12 
<212> PRT 

<213> artificial sequence 
<220> 

<223> sequence for MS-GPC6-VL-CDR1 
<400> 62 

Arg Ala Ser Gin Ser Val Ser Ser Ser Tyr Leu Ala 
15 10 



